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Fig. 2 
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Fig. 3 



GGAATTCACCACCATGGGGGTGCACGAATGTCCTGCCTGGCTGTGGCTTCTCCTGTCCCT 

1 + + + - + + + 60 

CCTTAAGTGGTGGTACCCCCACGTGCTTACAGGACGGACCGACACCGAAGAGGACAGGGA 

HGVHECPAWLWLLLS[. - 

GCTGTCGCTCCCTCTGGGCCTCCCAGTCCTGGGCGCCCCCCCCCGAATCGAGGGCCGCGC 
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CGACAGCGAGGGAGACCCGGAGGGTCAGGACCCGCGGGGGGGGGCTTAGCTCCCGGCGCG 
L S L P L G L P V L G A P P R I E G R A - 

CCCACCACGCCTCATCTGTGACAGCCGAGTCCTGGAGAG6TACCTCTTGGAGGCCAAGGA 

121 + + -- + + + --+ 180 

GGGTGGTGCGGAGTAGACACTGTCG6CTCAGGACCTCTCCATGGAGAACCTCCGGTTCCT 
PPRLICDSRVLERYLLEAKE- 

GGCCGAGAATATCACGACGGGCTGTGCTGAACACTGCAGCTTGAATGAGAATATCACTGT 

181 - +- -- + + +-- +- + 240 

CCGGCTCTTATAGTGCTGCCCGACACGACTTGTGACGTCGAACTTACTCTTATAGTGACA 
AENITTGCAEHCSLNENITV- 

CCCAGACACCAAAGTTAATTTCTATGCCTGGAAGAGGATGGAGGTCGGGCAGCAGGCCGT 
241 + + + + + + 

GGGTCTGTGGTTTCAATTAAAGATACGGACCTTCTCCTACCTCCAGCCCGTCGTCCGGCA 
PDTKVNFYAWKRMEVGQQAV- 

AGAAGTCTGGCAGGGCCTGGCCCTGCTGTCGGAAGCTGTCCTGCGGGGCCAGGCCCT6TT 
301 + + + + + + 

TCTTCAGACCGTCCCGGACCGGGACGACAGCCTTCGACAGGACGCCCCGGTCCGGGACAA 
EVWQGLALLSEAVLRGQALL- 

GGTCAACTCTTCCCAGCCGTGGGAGCCCCTGCAGCTGCATGTGGATAAAGCCGTCAGTGG 
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CCAGTT6AGAAGGGTCGGCACCCTCGGGGACGTCGACGTACACCTATTTCGGCAGTCACC 
VNSSQPWEPLQLHVDKAV5G- 
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CCTTCGCAGCCTCACCACTCTGCTTCGGGCTCTGG6AGCCCAGAAGGAAGCCATCTCCCC 

421 + + + + -- + --+ 480 

GGAAGCGTCGGAGTGGTGAGACGAAGCCCGAGACCCTCGGGTCTTCCTTCGGTAGAGGGG 
LRSLTTLLRALGAQKEAISP- 

TCCAGATGCGGCCTCAGCTGCTCCACTCCGAACAATCACTGCTGACACTTTCCGCAAACT 
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AGGTCTACGCCGGAGTCGACGAGGTGAGGCTTGTTAGTGACGACTGTGAAAGGCGTTTGA 
PDAASAAPLRTITADTFRKL- 

CTTCCGAGTCTACTCCAATTTCCTCCGGGGAAAGCTGAAGCTGTACACAGGGGAGGCCTG 
541 + + + + + + 

GAAGGCTCAGATGAGGTTAAAGGAGGCCCCTTTCGACTTCGACATGTGTCCCCTCCGGAC 
FRVYSNFLRGKLKLYTGEAC- 

CAGGACAGGGGACAGATGACCAGGTCGAC 
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GTCCTGTCCCCTGTCTACTGGTCCAGCTG 
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Fig. 4 
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CTGCCCGACACGACTTGTGACGTCGAACTTACTCTTATAGTGACAGGGTCTGTGGTTTCA 
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PWEPLQLHVDKAVSGLRSLT- 
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CACTCTGCTTCGGGCTCTGGGAGCCCAGAAGGAAGCCATCTCCCCTCCAGATGCGGCCTC 
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Fig. 5 
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CCTTCGCAGCCTCACCACTCTGCTTCGGGCTCTGGGAGCCCAGAAGGAAGCCATCTCCCC 
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